Abstract: Fungal diseases of plants are of great economic importance causing 70-80% of crop losses associated with microbial plant pathogens. Advanced on-site disease diagnostics is very important to maximize crop productivity. In this study, diagnostic systems have been developed for simultaneous detection and identification of six fungal pathogens using 48-well microarrays (micromatrices) for qPCR. All oligonucleotide sets were tested for their specificity using 59 strains of target and non-target species. Detection limit of the developed test systems varied from 0.6 to 43.5 pg of DNA depending on target species with reproducibility within 0.3−0.7% (standard deviation). Diagnostic efficiency of test systems with stabilized and freeze-dried PCR master-mixes did not significantly differ from that of freshly prepared microarrays, though detection limit increased. Validation of test systems on 30 field samples of potato plants showed perfect correspondence with the results of morphological identification of pathogens. Due to the simplicity of the analysis and the automated data interpretation, the developed microarrays have good potential for on-site use by technician-level personnel, as well as for high-throughput monitoring of fungal potato pathogens.
Introduction
Potato is the fourth main staple crop in the world with global production exceeding 375 million metric tons in 2016 [1] . The crop is grown in more than 100 countries and is crucial for welfare of billions of people, so its sustainable production is extremely important for global food security. However, potato suffers from a number of pests and diseases that cause significant yield reduction. Estimated actual potato yield losses caused by the above-mentioned biotic factors comprise 40% [2] . Among those 14% is caused by various microbial diseases [3] .
Fungi and oomycetes form a significant part of economically important microbial pathogens; they may cause up to 70-80% of losses resulted from microbial diseases globally [2] . In the case of potato, most economically important diseases of such origin are: late blight caused by Phytophthora infestans (Mont.) de Bary (annual global yield losses of 16%, though may reach 70-100% in the case of insufficient protection [4] ); stem canker and black scurf caused by Rhizoctonia solani Kühn (up to 30%
• cost of analysis should not be too high; • analysis should be rapid, sensitive and specific; • multiplex detection of a number of pathogens; and • procedure of analysis should be simple and does not require special facilities and conditions; • diagnostic kits should not fall under special storage and transportation limitations.
Most conventional methods for plant pathogens diagnostics do not completely meet these requirements. LFD use is rapid, very simple, and perfectly suited for on-the-spot application. However, like other immunodetection technologies, this method is less sensitive in relation to bacteria and fungi,
has some cross-reactivity issues, and, until recently, did not provide multiplexity [21] . The cost of ELISA and IFA diagnostic kits is usually higher than for PCR-based technologies, while their shelf life is limited and requires special storage conditions [13] . PCR-based techniques require skilled personnel, are sensitive to cross-contamination and conditions of DNA isolation and amplification, and provides only limited multiplexing; in addition, PCR reagents also require special storage conditions, while equipment is often expensive and does not suit field laboratories [13, 22] . DNA arrays provide excellent multiplexity but are used in stationary labs only.
Since all the above methods have drawbacks, a lot of efforts are made to improve these approaches or to develop alternative simple, reliable, and efficient field diagnostic techniques. Multiplex LFD [23] , real-time PCR on portable amplifiers [24, 25] , simplification of DNA/RNA isolation technologies [26, 27] , LAMP PCR [28] , various biosensors based on antibodies and DNA probes [29, 30] , and also microfluidic and stationary microchip PCR systems [31] are among the most promising.
In the case of potato, commercial kits currently available for disease diagnostics, directly on-the-spot or in field laboratories, are represented mainly by LFD and ELISA kits for detection of various potato viruses, some bacteria, and several fungi and oomycetes. There are also some FLASH PCR [32] kits suitable for detection of potato viruses and some bacteria and quarantine nematodes, as well as numerous real-time PCR kits for detection of a number of potato pathogens of different origin. In the case of fungi, the range of commercial diagnostic kits is quite limited and includes ELISA or LFD kits for detection of P. infestans, R solani, and S. subterranea, as well as several PCR kits for detection of S. endobioticum and some Fusarium species. However, all these tools are based on the "one test-one pathogen" principle, i.e., they do not provide simultaneous diagnostics of multiple pathogens. Despite some reports on the development of multiplex LFD or PCR systems for the detection of a number of potato pathogens [23, 33, 34] , these systems are not commercialized yet, i.e., they exist at the laboratory-scale only.
The given study presents a project started by the authors to provide an easy and convenient tool for multiplex field diagnostics of a wide range of potato pathogens based on the use of preserved disposable stationary qPCR microarrays with open microreactors. A special technology of immobilization and lyophilization of PCR mix components on the surface of reaction wells (provided by GenBit LLC, one of the partners in the project) and automatic analysis of results made it possible to significantly simplify the procedure of analysis: an operator should only prepare DNA/RNA extract and apply it into reaction wells of the multi-target matrix (sensor) under the sealing layer of mineral oil. In addition, this technology provides a long-term (up to six months) storage of preserved microarrays at room temperature without significant reduction of their analytic efficiency [35] . To date, test systems have been developed for the detection and identification of a range of potato pathogens, including eight viruses, six bacteria, four nematodes, and one oomycete [35] [36] [37] . The purpose of this study was the development of similar diagnostic systems for detection and identification of six economically important fungal pathogens of potato (A. solani, A. alternata, R solani, C. coccodes, S. subterranea, and fungi belonging to the genus Fusarium).
Materials and Methods

Fungal Isolates, Cultivation, and DNA Extraction
Fungal isolates used in this study were provided by the State Collection of Plant Pathogenic Microorganisms, Indicator Plants and Differential Cultivars (SCPPM) of the All-Russian Research Institute of Phytopathology (Bolshie Vyazemy, Russia) and the "Microorganisms and Fungi" Division of the "Noah's Ark" living systems depository of the Lomonosov Moscow State University (Moscow, Russia), and are listed in Table 1 .
The ordered microorganisms were obtained from above-mentioned collections on agar slants. Petri plates with potato-dextrose agar were inoculated by pieces of mycelium and incubated for 5-10 days at room temperature in the dark. Genomic DNA was extracted from fungal mycelium using [38] . Due to this fact, examination of the test system developed for detection of this pathogen, was carried out using samples of pathogen DNA isolated from two potato tubers (cvs. Red Scarlett and Colomba) infected with S. subterranea (Sss-RS and Sss-C, respectively). Tubers with visible signs of infection (pustules filled with powder-like brown spore mass) were revealed at the Leningrad regional branch of the Federal State Budgetary organization "Russian Agricultural Center" during analysis of a seed potato lot imported from Finland in 2017; analysis was carried out within the framework of a seed potato certification. Results of visual examination were then confirmed by microscopic examination of thin sections of infected tuber tissues for detection of spore balls. DNA isolation from samples with a confirmed presence of S. subterranea was performed as described above.
Oligonucleotide Design
To provide flexibility of microarray composition, the developed test systems should be efficient under the same "standard" amplification conditions and temperatures (see Section 2.4); this fact stipulated necessity to develop original primers and probes. PCR primers and fluorescent probes for each target pathogen were designed based on the internal transcribed spacer (ITS) region (R. solani, S. subterranea), Alt_a1 gene (A. solani, A. alternata), EF1 gene (Fusarium sp.), and Tub2 gene (C. coccodes) using corresponding gene sequences from the NCBI database [39] . The sequences were aligned using a CLUSTAL 0(1.2.4) algorithm. Primer design and selection of a specific probe and reaction conditions were carried out using the Oligo 6 program [40] . Search of appropriate DNA region for primer and probe sequences was carried out using the following conditions: the length of resulting amplicons should be 70-300 bp, the preferable annealing temperature (T a ) should be 60 • C, the difference in melting temperatures should not exceed 3 • C, and the number of mismatches between the amplified sequence and primers should not exceed 2. Additionally, possible dimer or hairpin formation was evaluated for each set of oligonucleotides. Theoretical examination of specificity of each primer pair was performed using a BLAST algorithm [41] .
The resulted primers, as well as the probes for each primer pair labeled with 5 -fluorescent dye (FAM or ROX) and a 3 -quencher (BHQ-1 or BHQ-2), were manufactured by Biotech-Industria LLC. (Moscow, Russia). The length of resulted amplicons was evaluated with gel electrophoresis in 1% agarose with ethidium bromide staining.
Sample Preparation
For preliminary evaluation of the test system efficiency in a tube format, PCR master mix of total 20 µL consisted of 0.6 µL of dNTP mix (10 mM), 2 µL of the oligonucleotide mix (5 pmol/µL of each primer and 2.5 pmol/µL of a probe); 2.5 µL of a 10× Mg 2+ -containing PCR buffer, 0.9 µL of Taq DNA polymerase (5 U/µL, Sibenzyme Ltd., Novosibirsk, Russia), and 14 µL of DNase/RNase-free deionized water was prepared in 0.2-mL tubes. Five microliters of template DNA (~30-50 µg/mL) or deionized water (negative control) was added to PCR mastermix, and the resulted sample was analyzed using a DTLite 4 amplifier (DNK-Tekhnologiya, Moscow, Russia).
At the second stage of the study (sensitivity, specificity and reproducibility tests), PCR analysis was carried out using empty 48-well silicon microarrays (GenBit LLC, Moscow, Russia). After installation of a microarray into a holder cartridge, the whole reaction zone was accurately covered with a sealing layer of mineral oil (620 µL). For each test system, the above-mentioned PCR master mix was prepared in a volume corresponding to a number of required reaction wells. After addition of template DNA or deionized water (negative control), 1 µL of PCR mix was accurately loaded into each reaction well under the oil layer. A cartridge with the loaded microarray was inserted into an AriaDNA ® microchip amplifier (Lumex Marketing LLC, St.-Petersburg, Russia) for further real-time PCR.
At the third stage, the final testing was carried out using preserved 48-well silicon microarrays containing preliminary stabilized and freeze-dried components (master mixes, except for PCR buffer and target DNA) of the examined test systems ( Figure 1 ). Preparation of the preserved microrrays was carried out by the GenBit LLC according to [42] with some modifications using a special technology developed independently of this study. Template DNA samples were mixed with 10× PCR buffer (Sibenzyme Ltd., Novosibirsk, Russia) at a 1:9 ratio; the resulting DNA concentration was~1 µg/mL. After installation of a microarray into a holder cartridge and covering reaction zone with 620 µL of mineral oil, 1 µL of a sample DNA or deionized water (negative control) was added into each well under the sealing oil layer according to the particular matrix topology. Ready microarrays were inserted into an AriaDNA ® microarray amplifier for further real-time PCR.
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(a) (b) 
Amplification Conditions and Data Analysis
The standard thermal cycling conditions for DNA amplification included initial denaturation step at 94 °C for 180 s followed by 45 cycles at 94 °C for 5 s and 60 °C for 30 s. The total amplification time was ~30 min. Data acquisition was automatically performed at the end of each cycle. The baseline was set in an automatic mode. Signal recording, calculation of critical threshold cycles (Ct), and analysis of results were carried out automatically using an AriaDNA ® software package (Lumex-Marketing LLC, St.-Petersburg, Russia).
Validation of Developed qPCR Assays
The test systems were validated in several steps. First, for each target pathogen, the specificity of primer pairs was tested with 59 DNA samples of related and other target species, as well as with DNA samples of two different isolates of Phytophthora infestans (oomycete pathogen of potato, primer set for which has been developed earlier [35] and is planned to be added to the set of fungal pathogens of potato). All samples used were adjusted to final DNA concentration 1-10 μg/mL; DNA of each species was tested in three repeats.
Subsequently, sensitivity of the developed test systems was determined using 5-6 of 10-fold serial dilutions of DNA extracted from pure cultures of the target species. DNA of each species was tested in three repeats for each concentration; all dilutions were arranged in the same microarray. According to the earlier report [35] , we considered 35 to be the limit value of Ct. With Ct above this value one cannot judge whether it is a false positive result or just a very low DNA presence. 
Amplification Conditions and Data Analysis
The standard thermal cycling conditions for DNA amplification included initial denaturation step at 94 • C for 180 s followed by 45 cycles at 94 • C for 5 s and 60 • C for 30 s. The total amplification time was~30 min. Data acquisition was automatically performed at the end of each cycle. The baseline was set in an automatic mode. Signal recording, calculation of critical threshold cycles (C t ), and analysis of results were carried out automatically using an AriaDNA ® software package (Lumex-Marketing LLC, St.-Petersburg, Russia).
Validation of Developed qPCR Assays
The test systems were validated in several steps. First, for each target pathogen, the specificity of primer pairs was tested with 59 DNA samples of related and other target species, as well as with DNA samples of two different isolates of Phytophthora infestans (oomycete pathogen of potato, primer set for which has been developed earlier [35] and is planned to be added to the set of fungal pathogens of potato). All samples used were adjusted to final DNA concentration 1-10 µg/mL; DNA of each species was tested in three repeats.
Subsequently, sensitivity of the developed test systems was determined using 5-6 of 10-fold serial dilutions of DNA extracted from pure cultures of the target species. DNA of each species was tested in three repeats for each concentration; all dilutions were arranged in the same microarray. According to the earlier report [35] , we considered 35 to be the limit value of C t . With C t above this value one cannot judge whether it is a false positive result or just a very low DNA presence.
Reproducibility of the approach was examined by analysis of the same sample of each target pathogen in 9 or 14 replications arranged on the same preserved microarray. DNA concentration used in this assay was adjusted to 1 µg/mL.
Finally, the assays were examined using 30 naturally infested field samples of potato and tomato. Leaves, stems, and tubers with visible manifestations of infection with target pathogens were collected from potato fields in several regions of Russia (see Section 3.6 for details). For each lesion one tissue sample was taken in the way so it included both infested and neighboring healthy tissues. DNA extraction from plant tissues was carried out as described in Section 2.1 for fungal mycelium; PCR analysis was performed as described in Section 2.4. Results of the analysis were compared with the results obtained by morphological identification of fungi [43] .
Results
Primer Design
The best oligonucleotide set for each target species was selected ( Table 2 ) upon alignment of DNA sequences ( Figures S1-S3 ). The length of the resulted amplicons corresponded to the calculated values (data not shown). Preliminary testing of the developed test systems in tube format showed their sufficient working capacity; all systems successfully detected target fungal species (data not shown). Each test system was then examined using the same sample DNA at four different annealing temperatures (T a ) to evaluate its efficiency at the desired T a (60 • C). According to results obtained (Table S1 ), T a = 60 • C provided satisfactory results for all primer sets, i.e., the test systems were capable to provide good work efficiency under "standard" amplification conditions.
Specificity Assay
All test systems were subjected to specificity examination at both development stage (using NCBI nucleotide-BLAST tool) and through laboratory testing. In the last case, each test system was checked for potential cross-reactions with genomic DNA of a range of the target and related species. For all species-specific primers sets, only DNA samples of target pathogen provided sufficient signal intensity, while signals from other species did not exceed threshold levels; in the case of a genus-specific Fus test system, all Fusarium species included in this study were successfully detected, while samples of other
species did not show any amplification (Table 3, Figure S4 ). Thus, no cross-reactions with non-target species or false positive results were observed. 
Sensitivity Assay and Regression Curves
Examples of amplification curves obtained for serial dilutions of DNA of target potato pathogens are shown in Table 4 and Figure S5 . Standard regression curves generated using serial DNA dilutions showed good linearity ( Figure 2 ) with highly significant negative correlation between C t values and DNA concentrations over the range used (R 2 > 0.99 for all test systems), i.e., linear dynamic range of amplification was exhibited for the concentration ranges used. According the results of the performed assay, the lowest DNA concentrations providing C t value below threshold value (C t = 35), were about 43.5 (Asol4), 3.3 (Aalt1), 18 (Rsol4), 37 (Ccoc), 0.6 (Sss), and 1.7 (Fus) ng/mL. Since the reaction well volume of 48-well microarrays is 1 µL, these values corresponded to 43.5, 3.3, 18, 37, 0.6, and 1.7 pg of DNA. 
Reproducibility Assay
Results of the reproducibility assay for the developed test systems are shown in Figure 3 . Mean Ct values are shown in Table 5 . All test systems showed a good reproducibility; in all cases, the standard error for Ct values did not exceed 1%. 
Results of the reproducibility assay for the developed test systems are shown in Figure 3 . Mean C t values are shown in Table 5 . All test systems showed a good reproducibility; in all cases, the standard error for C t values did not exceed 1%. 
Comparison of the Working Efficiency of Fresh and Lyophilized Test Systems
Comparison of freshly prepared and lyophilized (ready-to-use) silicon microarrays for detection and identification of target potato pathogens was carried out upon completion of 
Comparison of freshly prepared and lyophilized (ready-to-use) silicon microarrays for detection and identification of target potato pathogens was carried out upon completion of specificity, sensitivity, and reproducibility tests. After application of the required PCR components into reaction wells in accordance with the microarray topology (Figure 1b) and their lyophilization, detection efficiency of the resulted microarray was tested using DNA samples of target species; in parallel, the same samples were applied to a freshly prepared (non-lyophilized) microarray. C t values and the round-off fluorescence level at the end of the analysis were used for a comparison. The experiment was carried out in two repeats.
Results are shown in Table 6 and Figure 4 . For all test systems, C t values obtained for both fresh and lyophilized microarrays were about the same, varying slightly, while final fluorescence signal of lyophilized test system dropped making 20-50% of the values obtained for fresh systems. Nevertheless, lyophilized microarrays provided a proper detection of pathogen DNA. Standard regression curves built on serial DNA dilutions showed good linearity for all test systems (Table 7, Figure S5 ) with highly significant negative correlation between C t values and DNA concentration over the range used (R 2 > 0.97). The lowest DNA concentration providing a C t value below threshold value (C t = 35), were 95 (Asol4), 5.8 (Aalt1), 22 (Rsol4), 84 (Ccoc), 2 (Sss), and 4 (Fus) ng/mL that corresponded to 95, 5.8, 22, 84, 2, and 4 pg of DNA. 
Validation of Test Systems with Field Samples
Results of examination of field samples with visible manifestations of target fungal pathogens are shown in Table 8 . For majority of samples, results of the microscopic and PCR examination were similar. For T6 sample, microscopic examination revealed the presence of three pathogens, while PCR analysis on a microarray showed additionally the presence of C. coccodes. Analysis of L6 sample did not reveal A. solani, though microscopic examination confirmed the presence of single conidia of this pathogen. In both cases, the difference between the obtained results may be explained by a low limit presence of pathogen. Some samples (T4, T5, L7, S5, S13) did not show their actual presence of target pathogens under microscope and by PCR analysis, though having some manifestations of infection. That might be explained by the wrong initial diagnosis (presence of common scab instead of powdery scab in T4 and T5), or confusion with some abiotic factors or bacterial infection (L7, S5, S13). (a) (b) In the most cases, C t values obtained for target pathogens did not exceed 35, so were considered as positive results. Note that C t values for the T6 and S11 (34.3 for A. alternata and 35.0 for C. coccodes, respectively) were very close or equal to the threshold value; though still being considered as being positive, they indicate a low infection load of the corresponding pathogens. In the case of L5, C t = 36.1 for A. alternata that may be caused by either too low presence of the pathogen, or any nonspecific reaction. In such situation, no conclusion about the presence of a target pathogen can be made, and the result is considered to be negative. Since microscopic examination showed the presence of this fungus in the sample, we consider that the most possible reason of the obtained result is very low level of infection that is quite possible in the case of secondary colonization of necrotic lesions caused by A. solani with A. alternata [44] . Table 8 . Validation of a diagnostic efficiency of a qPCR microarray for detection of fungal pathogens of potato using field samples of potato leaves and tubers. 4 C t values are shown in brackets. 5 The sample was collected from a tomato plant.
Alternaria solani
136.4 26.50 ± 0.24 Alternaria alternata 43.5 20.64 ± 0.39 13.64 29.23 ± 0.22 4.35 23.74 ± 0.32 1.364 32.87 ± 0.41 0.435 27.73 ± 0.38 0.1364 34.08 ± 0.86 0.0435 31.85 ± 0.59 0.01364 37.18 ± 0.96 0.00435 35.51 ± 0.86 Rhizoctonia solani 18.32 18.40 ± 0.40 Colletotrichum coccodes 19.3 24.47 ± 0.38 1.832 24.41 ± 0.70 1.93 29.84 ± 0.47 0
Discussion
Being uncontrolled, fungal diseases of potato may have devastating effects on crop yield resulting in great economic losses. Like many soil-borne diseases, they can be symptomless during early infection stages and have long latent periods that complicate timely diagnostics. In addition, many fungal pathogens have similar symptoms and may be confused between themselves or with manifestations of various abiotic stresses. At the same time, early accurate detection and identification of fungal pathogens is the milestone of plant pathology, which provides an essential prerequisite to efficient implementation of disease management strategies. Another important moment are the benefits of early diagnostics performed on-site or in field laboratories, since it allows growers to make timely decisions concerning disease management strategies, to reduce impact of the disease, and, finally, save time and money.
In this study species-specific (genus-specific for Fusarium spp.) primers and probes were designed for detection of six important fungal pathogens of potato. The developed species-specific test systems were proved to be specific for the corresponding target species and did not show any cross-reactions with non-target fungi included into the study. At the same time, in the case of the test system for S. subterranea detection, some additional tests are desirable with some phylogenetically close plasmodiophorid species to confirm a high specificity of this assay. Since plasmodiophorids are obligate intracellular parasites, it is difficult to find them in the form of pure culture; nevertheless, we plan to do this study in the future.
The Fusarium genus-specific assay proved to be highly specific, detecting all of the reference Fusarium strains, with no cross-reaction with other fungal strains. The limitation of this assay is that the Fusarium genus includes both pathogenic and non-pathogenic species, i.e., a positive result may indicate the presence of either harmful, or harmless species. At the same time, while other target genera include mainly 1-2 species, which are pathogenic for potato, this genus includes at least 5-6 main species infecting potato (F. sambucinum, F. oxusporum, F. avenaceum, F. solani, F. equiseti, and F. culmorum) and also several less important species [45] [46] [47] . Therefore, use of species-specific assays for all Fusarium species pathogenic for potato may significantly reduce the number of samples, which can be tested per one microarray, and, therefore, increase the cost of analysis. We consider that the developed genus-specific test system can be used for primary on-site diagnostics, while the species-specific identification of Fusarium fungi (if they will be revealed) can be performed as the second stage. For this purpose, we plan to develop species-specific test systems for the main Fusarium pathogens, which then may be used not only for potato samples, but also for other vegetable crops and cereals, which significantly suffer from this fungal genus.
Standard regression curves demonstrated that the selected primer sets were highly accurate over the linear range of at least four orders of DNA content. In addition, all test systems showed good reproducibility (standard errors for C t values did not exceed 0.7%).
Sensitivity is also an important characteristic of diagnostic test systems. In the case of S. subterranea and A. alternata, detection limits were 0.6 and 3.3 pg of DNA per reaction, respectively, that is close to the sensitivity of assays developed by other researchers [48, 49] , though is worse than some other published data (0.1 pg for both pathogens [50, 51] ). For Fusarium spp., a number of publications describe the development of diagnostic assays for single species, though only few describe genus-specific primer sets [52] [53] [54] or test systems detecting at least several Fusarium species causing dry rot of potato [55] . Sensitivity of the developed test system (1.7 pg of DNA) is inferior to that of some mentioned assays (0.2 [52] and 0.5 [55] pg of DNA or even one DNA copy per reaction [54] ), though still remains at good diagnostic level. The other three test systems showed higher detection limits: 18, 37, and 43,5 pg of DNA for R solani, C. coccodes, and A. solani, respectively. These values are higher than those for laboratory real-time assays developed by other authors (0.1-1 pg for A. solani [51, 56] , 2-20 pg for C. coccodes [57, 58] , and 0.1-2 pg for R solani [59] [60] [61] ), but still provide an adequate level of detection of target pathogens. Note that in our case, a primer selection process had several limiting conditions, the most important of which were the amplicon size and the efficient work of the developed assay at T a = 60 • C. These conditions limited the range of appropriate variants, so in some cases we were not able to achieve high sensitivity of chosen primers; nevertheless, they still have quite good efficiency for the on-site testing of infected plants.
Parallel testing of the same DNA samples of target pathogens on freshly prepared and freeze-dried microarrays demonstrated that immobilization and freeze-drying of PCR mix components in reaction wells reduced the maximum fluorescence levels 2.5−3-fold (Table 7) , which was expected; this effect might be caused by the immobilized state of freeze-dried DNA polymerase and oligonucleotides resulting in their conformational changes; in addition, the quenching effect may also appear due to a crowding of fluorescently labeled probe molecules. Nevertheless, it did not significantly affect C t values, i.e., the procedure of preparation of preserved microarrays did not provide a significant negative effect on the working efficiency of the test systems. The further sensitivity test performed on the preserved microarrays showed the detection limits within the range of 2−6 pg of DNA for S. subterranea, A. alternata, and Fusarium spp. and 22−95 pg of DNA for R solani, C. coccodes, and A. solani that was higher than in freshly prepared microarrays, but is still enough for a satisfactory detection level. Diagnostic efficiency of microarrays was successfully validated using infected field samples of potato plants and a parallel morphological identification of pathogens.
Thus, in this study we have successfully developed and validated test systems for diagnostics of six economically important fungal pathogens of potato intended for the use in preserved disposable real-time PCR microarrays. Such diagnostic microarrays provide simultaneous analysis of five samples for the presence of six pathogens. Due to small reaction volume (1 µL) and special technology for stabilization and freeze-drying of PCR mix components, the number of required procedures is significantly reduced, and the total time of analysis (including DNA extraction) takes only~1.5 h. In addition, the use of preserved microarrays and automated data interpretation significantly simplifies the procedure and does not require highly-qualified personnel. This fact, together with a long shelf life of preserved microarrays at room temperature, provides an excellent suitability of microarrays for use by unskilled persons under conditions of field laboratories.
Despite obvious advantages of the proposed approach, there are also some issues that should be addressed in future. First, since all test systems arranged on the same microarray should work under the same amplification conditions, we developed original primers with similar optimal working temperatures and regimes. Due to this limitation, some of the developed primers showed increased detection limits. Though they are still suitable for the use in situation, when a potato grower finds some lesions on potato plants or tubers and wants to determine if there is a disease manifestation, which requires some control measures, their use for diagnostics of hidden diseases requires better sensitivity, so their further improvement should be done. Second, more fungal strains of target and non-target species should be tested to ensure specificity. Third, validation of the approach should be continued for a large number of infested field samples.
Among other possible directions of the further work, one should mention the development of test systems for detection of other fungal pathogens of potato, such as S. endobioticum, Phoma spp., Pythium spp. with their further combining with the earlier developed ones in the same microarrays. In addition, many of fungal pathogens of potato belong to soil-borne pathogens. They may develop special structures, such as spores and melanized hyphae to survive in soil for many years, so the proper detection of their presence in soil (especially quarantine species) is also very important for timely decisions regarding early-stage treatments or pre-plant assessments of the fields. Therefore, there is a need to develop an efficient protocol for detection of target pathogens in soil samples.
Due to simplicity of the approach we have developed, it can be used for pathogen detection by potato growers themselves without need to send samples to a diagnostic laboratory that could be quite away from the source. Flexibility of the microarray matrix topology and standard amplification conditions for all primer sets provide the possibility to combine test systems for various pathogens (fungi, bacteria, nematodes) depending on epidemiological situation at the point of use and on the needs of the customer (diagnostics of storage diseases, soil-borne pathogens, leaf infections, etc.). The multiplex mode of detection makes it possible to reveal combined infections and to perform high-throughput monitoring of potato infections on the basis of regional plant protection services. Due to above-mentioned reasons, the developed approach has a great potential for on-site use and will contribute to current diagnostic pipeline, as well as monitoring of potato pathogens.
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